www.smj.org.sa Saudi Med J 2006; Vol. 27 (6) s1m1 and s1m2 strains produce high and moderate level of toxin. Whereas the s2m2 strain produces little or no toxin. 10, 19, 20 The aim of this study was to determine the most common vacA genotype among H. pylori isolates from a group of Saudi patients with gastric complaints using polymerase chain reaction (PCR) as a typing system. Gastric biopsies transportation and culture. Gastric biopsies were transported in a 0.5 ml Brucella broth media (Oxoid, UK). Three Gastric biopsies were obtained from each patient, one was used for rapid CLO test (for determination of urease activity) (Oxoid, UK) and the others were cultured on H. pylori selective agar (Oxoid, UK) and incubated at 37°C in a BBL GasPak (Becton-Dickinson, USA) containing a Campy-Pak Plus microaerophilic system generator (Becton-Dickinson, USA) and incubated for 7 days. The identity of H. pylori clinical isolates were confirmed by colonial morphology, Gram-stain (curved Gram-negative bacilli) and positive reaction for oxidase, catalase and urease tests.
Methods
Deoxyribonucleic acid methods. Chromosomal staphylococcal DNA was extracted and purified according to previous descriptions. 21 Primers were designed to amplify 259bp, 286bp, 570bp and 645bp products within the vacAs1, vacAs2, vacAm1 and vacAm2, and 203bp product within the Ure gene (positive control) ( ). This mixture was then heated to 94 0 C for 5 minutes and then subjected to 35 cycles each of 95 0 C for one minute, 52 0 C for one minute, and 72 0 C for one minute with a final extension of 72 0 C for 7 minutes using the Perkin Elmer Geneamp PCR system 2400. A 10 µl aliquot of each PCR product was loaded onto 1% agarose (Sigma, USA) and run at 90V for one hour prior to viewing under UVP BioDoct-It digital imaging system (UVP, Inc, Cambridge, UK) to determine vacA genotypes.
Statistical analysis. Distribution of vacA genotypes among clinical isolates, and its correlations with endoscopic findings were recorded and analyzed using SPSS (version 10). Chi-squared test was used to compare genotype frequencies using SPSS (version 10).
Results. Among the 368 suspected patients to be infected with H. pylori by means of clinical features and endoscopic findings, 103 (28%) were positive using culture technique. Among these positive cases, PCR distribution of vacA genotypes were 13 (12.6%) for vacAs1m1, 47 (45.6%) for vacAs1m2, and 43 (41.8%) for vacAs2m2. None of the clinical isolates was vacAs2m1 positive. The results revealed that all 103 cases were positive for Ure gene. The study showed that positive samples from gastric ulcer, gastritis, normal cases according to endoscopic findings were correlated with 6.6%, 70.8%, and 22.6% with the presence of H. pylori ( Table 2) . The results showed a high percentage of vacAs1m2 with a distribution of 56.8% in gastritis cases (p=0.0001). In case of ulcer, the highest rates were among vacAs1m1 with a frequency of 71.4% (p=0.001), while in normal cases the highest rates were among vacAs2m2 with a percentage of 86.4%.
Discussion.
Helicobacter pylori is a microaerophilic, gram-negative bacterium that colonizes the gastric mucosa of approximately 50% of the world's population, and is a primary pathogenic factor in benign and malignant gastroduodenal disease. [1] [2] [3] [4] [5] [6] [7] [8] [9] Recent studies have shown that different vacA genotypes can lead to different clinical outcome consequences in certain populations. [13] [14] [15] [16] [17] [18] [19] [20] In this study, 28% of patients tested were H. pylori positive. This finding is much less than what has been reported elsewhere in the Kingdom with rates including 87% in Eastern, 61.6% in Central and 85% in Western regions. This variability in the incidence rates between different studies might be attributable to: 1) the differences in the methods used for identification this organism, 2) different demographic distribution of the bacteria among various regions, and 3) previous antibiotic consumption. 24 These reasons might also explain the different distribution of this organism among different international studies. 12, 24, 25 The vacA s1m1, s1m2 and s2m2 genotypes were detected in all 103 H. pylori samples PCR tested. In this study, the prevalence of the vacA genotypes s1m1 was detected Saudi Med J 2006; Vol. 27 (6) www.smj.org.sa in 12.6%, s1m2 in 45.6% and s2m2 in 41.8%. No single case for vacAs2m1 genotype was detected in this study. This finding is in agreement with previous studies as this genotype was reported to be rare. 26, 27 In this study, the most pathogenic vacA genotype which is vacAs1m1 was present in 71% of sampled studied, these are in agreement with previous studies where they found association between this genotype and severe gastric outcomes. [15] [16] [17] [18] [19] [20] In addition, this genotype was not detected in individuals with normal endoscopic finding. These findings support the role of vacAs1m1 genotype in severe clinical outcomes. [15] [16] [17] [18] In conclusion, the results of this study might be used for the identification of high-risk patients who are infected by vacAs1m1 genotype H. pylori strains. These patients infected with such strains should have more tension regarding anti-Helicobacter treatment to prevent reoccurrence and prevent severe clinical outcome such as peptic ulcer and gastric carcinoma later on in their life. 
